In conventional Mendelian randomization, in the absence of confounding of the genetic instrument and with exclusion restriction, a suitably powered analysis can lead to causal deductions.
In this example, SNPs used in the LDL cholesterol instrument also associate with apolipoprotein B (apoB), leading to potential confounding of the estimate of LDL cholesterol and risk of CHD.
In multivariable MR, genetic instruments for each of the traits under investigation are used together with the corresponding associations of SNPs with each trait in the analysis. The analysis yields a causal estimate for each trait taking into account the relationship of that trait and the genetic variants with the other traits in the analysis.
